. Juice of citrus fruit contains a mixture of disrupted cells and cellular fluids. After 3 removal of cells, cellular debris and large organelles, vesicle populations of the juices were separated 4 into MVs and NVs enriched fractions using differential UC. Here, according to current EVs 5 nomenclature vesicles were distinguished depending on their rough diameter size: MVs from 100 to 6 1,000 nanometers (nm) and NVs from 50 to 100 nm. Golgi network/Early Endosome to the PM. Clathrin-mediated endocytosis (CME) as a major route of indicates that the isolated citrus sac cell vesicles are predominantly clathrin coated.
9
Interestingly, aquaporin, a protein frequently detected in mammalian extracellular vesicles was 1 0 detected only in the NV fraction (Supp. play an important role in vesicle stability in case of plasma membrane vesicles of broccoli plant. functional and expression studies in the field of plant-derived vesicles. 
Quantitative analysis of protein biocargo of citrus vesicles 1 8
A heat map chart in Figure 3 was generated using the MaxQuant output of the label-free shotgun analyzing sample and protein dendrograms individually, it can be seen that the 8 samples are divided different size vesicles result in a much larger difference, than that among the various citrus species. In other hand show a large similarity. This corresponds well with philological relationship: C. paradisi is 2 7
a hybrid of C. sinensis and C. maxima, while C. limon is a hybrid between C. aurantium and C.
8
medica. In the left dendrogram proteins are divided into three major groups. The green and red large 2 9
rectangles on the lower part of the map correspond to the first hierarchical cluster of proteins show a Arabidopsis (Gao et al., 2014) . Given the importance of vesicular trafficking for physiological (Yun   1  8 and Kwon, 2017) and pathological but also for environmentally triggered processes (like salinity, trafficking based on two different methods: 1) finding orthologues based on previously described 2 5 vesicular transport proteins and 2) GO term enrichment analysis.
6
Recently, vesicular transport proteins of A. thaliana and yeast corresponding to 'core-set' of 240
factors (331 genes) has been used in an in silico study to detect putative proteins and group of (co- Table 3B ).
7
Additional putative vesicle related transport proteins of citrus were identified by extracting the proteins Table 3B ). Analysis of the dataset reveals the presence of proteins related to all the three main types of adaptor proteins, which in turn recruit coat proteins from the cytosol that polymerize to form the outer 1 8
coat (Dodonova et al., 2015) . The presence of specific coat proteins thus is indicative of the type of composed of seven subunits (α-,
β -, ε -and ζ -subunits, but not isoforms for γ -COP and δ -COP subunits have been identified in 2 4
Arabidopsis genome. Here we identified seven isoforms of α subunit of the outer layer of the of the Table 3B ). Other subunits of the COPI coatomer complex were not 2 6
identified. In addition, six ADP-ribosylation factors (Arfs) could also be identified. Arfs are members GTPase regulates the assembly and disassembly of COPII coat and Sec12, of which homologue could 7 also be identified in this work, is the guanine nucleotide exchange factor (GEF).
8
CCVs are produced at the TGN, endosomes and plasma membrane and are involved in various post-
9
Golgi trafficking routes and endocytosis. Clathrin-mediated endocytosis is a well-established process triskelions, a large heterohexameric protein complex composed of three heavy and three light chains.
2
Clathrin coat proteins are not able to bind directly to the membranes therefore their connection is 
